Computational Prediction of Protein O-GlcNAc Modification.
Protein O-GlcNAcylation on serine and threonine residues is a significant posttranslational modification. Experimental techniques can uncover only a small portion of O-GlcNAcylation sites. Several computational algorithms have been proposed as necessary auxiliary tools to identify potential O-GlcNAcylation sites. This chapter discusses the metrics and procedures used to assess prediction tools and surveys six computational tools for the prediction of protein O-GlcNAcylation sites. Analyses of these tools using an independent test dataset indicated the advantages and disadvantages of the six existing prediction methods. We also discuss the challenges that may be faced while developing novel predictors in the future.